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Supplementary

S-12
Structure determination and validation X-ray diffraction data were collected at 100 K. Datasets were integrated and scaled using HKL2000.
3 Both crystals belong to orthorhombic space group I222 similar lattice dimensions (Table  S3 ). Phases were determined by the molecular replacement method with MOLREP 4 using PDB entry 3RUN as the template. Refinement and model building was carried out in REFMAC5 5 and COOT 6 . The structures were validated using MolProbity. 
S-13
R merge (%) 9.9 (85.5) 14.6 (>100) † †Diffraction data for the T4L-peptide teicoplanin complex shows significant anisotropy, with resolution limits ranging from 2.0-2.7 Å based on I/σ(I) = 2. The precision-indicating merging R factor (R pim ) for the data range 50-2.30 (2.34-2.30) Å is 6.6% (46.3%) and the CC 1/2 for data range 2.34-2.30 Å is 0.841, supporting assignment of 2.30 Å as a resolution limit for thi dataset. 8 The T4L-peptide teicoplanin-A 2 -2 structure was processed with automatic scaling in HKL2000, including anisotropy analysis and post-scaling exclusion of low-information content reflections. This is reflected in the low completeness of the 2.36-2.30 Å resolution shell in refinement statistics. 9 ESU based on maximum likelihood (REFMAC). 10 For accounting purposes, all residues prior to caboxymethylated cysteine are considered protein, residues added by express protein ligation and glycopeptide are considered heteroatoms. 
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